ABSTRACT Chromobacterium aquaticum CC-SEYA-1 T , isolated from a spring in Taiwan, shares many characteristics with other members of the genus but also contains auxin biosynthesis genes and does not produce the pigment violacein. Chromobacterium sp. 49, isolated from Brazil, is identified here as C. aquaticum, indicating that this is a cosmopolitan species.
acetaldehyde pathway and an AUX1-like permease. Genes are present for the synthesis of enterobactin siderophores, cyanate hydrolysis, lysozyme inhibitors, and heme/hemin uptake systems. The C. aquaticum CC-SEYA-1 genome sequence was compared to reference genomes of Chromobacterium violaceum, Chromobacterium subtsugae, Chromobacterium haemolyticum, Chromobacterium vaccinii, Chromobacterium piscinae, Chromobacterium pseudoviolaceum, and Chromobacterium sp. LK1, LK11, and 49, using the Genome-to-Genome Distance Calculator (GGDC) (9, 10). The C. aquaticum genome is 93.9% homologous with Chromobacterium sp. 49 (11) but less than 30% homologous to the other reference genomes. Chromobacterium sp. 49 thus is an isolate of C. aquaticum. Accession number(s). This whole-genome shotgun project has been deposited at DDBJ/EMBL/GenBank under the accession number MQZY00000000. The version described in this paper is version MQZY01000000.
